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VH1E*.SEQ(1>267) 
VH3E>SEQ(1>2S4) 
VH4E.SEQ(1>210) 
VH11E;SEQ(1>115). 
VH12UE .'SEQ{ 1>193 ) . 
VH1 5UE . SEQ ( 1> 137). 
VH1 6E . SEQ ( 1 » 1 3 0 ) 
VH1PORE . SEQ (1*20 8 J 
VH3FORE . SEQ (a->207> 
VH4 FORE . SEQ ( 1 > 2 3 .0 ) 
- VH1SE.3EQ<1>131) 
VH12E,SEQ(1>109) . 
VH1 1UE v SEQ ( 1 > 1 07 ) 
VH1UE.SEQ(1>42) ;■; 
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Enzymes: AH 74 enzymes (No Filter) , . 

Settings:- Linear. Certain Sites Only. Standard Genetic Code 
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Alu I 
Ban H 

Taql ^aeill ^cc I psrl^sal j pact 

CAATGAGAAGTTCGAGGACAAGGCCACATTGACTGTAGACAA GTCCTCCAGTACAGCCTACATGGAGCTC 
GTTAGTCTTCAAGCTCC TGTTCCGGTGTAACTGACATCTGTTCAGGAGGTCATGTCGGATGTACCTCGAG 
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Lipman-Pearson Protein Alignment 
Ktuple: 2; Gap Penalty: 4; Gap.Length Penalty: 12 
Seerl(1>115) Seq2(1>125) Similarity 
J591VH.PRO MUVHUA.PRO Index 
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^10 *20 • v30 >r40 

EVQLQQSGPELVKPGTSVR ISCKTSGYTFTEYT I -HWVKQSHGKSLEW I 
EVQLQQSGPECVKPG : SV : ISCK : SGYTFT : Y : : WVKQS . GKSLEW I 
EVQLQQSGPELVKPGASVKISCkASGYTFTOYYMNNWVKQSPGKSLEWI 

MO. ^20 ^30 ^40 

^60- • . *1Q V80 . r90 

YNQKFEDKATLTVOKSSSTAYMELRSLTSEDSAVYYCAAG-- - - - ----- 

YNQKF. :KAfLTV.OKSS.Sf:AY.M:L.SLTSEOSAVYYCA G 
YNQKFiCGKATLTVDKSSSTAYMQLSSLTSEDSAVYYCARGYYSSSYMAY 
' ^ ^70 '. ^80 " ^90 *100 



+50 
GNINPNNGGTT 
G :.l NP . NGGT : 
GD I NPGNGGTS 
*-50 ^60 
*-V00 vllO 
WNFOYWGQGTT: 
. . FOYWGQGTT 
YAFDYWGQGTT 
>1 TO M20 
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VK15E.SEQ(1>124) 

VK16E.SEQ(1>118) 

VK20E.SEQ(1>93) 

VK27UE.SEQ(1>153) 

VK28UE.SEQ(1>153) 

VK18E.SEQ(1>81) 

VK23E.SEQ(1>122) 

VK2 6UE . SEQ ( 1 >1 S3 ) 

. VK2 5E.SEQ(1>42L . 

• VK15UE/SEQ.('l>263) 
; VK2 OUE SEQ ( i >2 3 0 ) 
VK25XJE .SEQ (i>209 ) 
VK16UE.. SEQ ( .i>i42 ) 
VK18UE - SEQ ( 1>8 0 ) '.. . 
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Enzymes : ' AH 74 enzymes (No Filter) - Ce M ■ ■ ■ . 

Settings- Linear. Certain Sites ""' V- £>tanu — — : . „ h , ~ 

SEQ. ID. NO. 9 TTATATGGAGCTGATGGGAACATTGTAATGACCCAATCTCCCAAATCCA.TGTCCATGTCAGTAGGAGAGA ^ 

SEQ. ID. NO. 10 ; a tatacctcgact;cccttgtaacattactgt;gttagagggtttaggtacaggtacagtcatcctctct 

SEQ.ID.N0.il t_YGA0G n i vm t p Vl % *n % "c % "c $ o * G eEr 
SEQ. ID. NO. 12 V" E \ % 'h c Vd p i s q i h v h v s r r e 
SEQ. ID. NO. 13 ', ' w ? ■ ■■' . - ' ■ , .'■ ' ' ' ' 

Hae III 

SEQ T D NO 9 GGGT CACCTTGACCTGCAAGGCCAGTGAGAATGTGGT TACTTATGTTTCCTGGTATCAACAGAAACCAGA ^ 

SEQ. IV. NO. 10 cccagtggaactggacgttccggtcactcW^ 

SEQ. ID. NO. 11 R V -T L T C K A p S ^^^AVVV°N. Q R "o ' 

SEQ. ID. NO. 12 .G s P l p a R P v \;" c w c i . y -s : T e, r, R 

SEQ. ID. NO. 13 , G H L , V ° j :/ /. ; ■ ... 1 • / ; : . 
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IeO ID NO 9 gcagtctcct aaactgctgatatacg^gg gatccaaccg'gtacactggggtccccgatcgcttcacaggc ^ 
Sfe ID*. 'NO*. 10 cgtcIgaggatttgacgac^tatgccccgtaggttggccatgtgaccccaggggctagcgaagtgtccg 

y ! .. vr-ASMR Y TGVPORFTG 

^SEQ. ID. NO. 11 o s p k l l i r G A H % N T gtlgsp'iasqa 

%5EQ. ID. NO. 12 S A % L s L j C A o \ R G 4 • Q P V H W G P R S L H R 

^SEQ. ID. NO. 13 ■ <■ ■ ' -* . - '. 

Mbo1 ( psp6U plboll pco57 I 

•;;) SE0 . D no 9 ^tIatctgcaa ^ttcactc^ 2 bo 

;isS: id", no! io 7^^^^ 

^TiTtS s- VOAEOLAOYK 
::iSEQ. ID. NO. 11 S G S , \ T n °, S L P S A V. C R L K T L 0 I I T 

OSEQ. ID. NO. 12 Q \ ° t \ \ \ \ S H Vo^.^ a g . . r p c r l s l. 
y SEQ . ID. NO. 13 • • — ' " 

Avail- ' : 

Alu I pa. fau96. flu. 

SEQ ID NO 9 CTMACACGOT^^ 

SEQ*. ID'. NO! 10 cacctgtcccaatgtcgat a^g^atgtgcaagcctcccccctggttcgacctttattttgcccgact ACG 

SEQ. ID. NO. 11 c g q g y s . _ r y t g c p g w k . n g l * 
SEQ. ID. NO. 12 v o R v T q A l -_ % t H v r r g q q a g n k t g . v 
SEQ. ID. NO. 13 . > ' — ^ 

SEQ. ID. NO. 9 T.GCACCAACTGTA ^ 

SEQ. ID. NO. 10 ACGTGG.TTGACAT 

SEQ. ID. NO. 11 r . VrA \ 
SEQ. ID. NO. 12 c t n : c 
SEQ. ID. NO. 13 — ^ '— *- 
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Lipman-Pearsoh Protein. Alignment 
Ktuple: 2; Gap Penalty: 4; Gap Length Penalty: 12 

Se^1(1>l07) Seq2(1>111) Similarity Gap Gap Consensus 

. J591VK.PRO MUVKV.PRO Index . Number Length Length 

(1>107) (1>1Q9) 60.4 2 2 109 

VlO . >r20 ^30 VlO f50 

N I VMTQSPKSMSMSVGERVTLTCKAS-ENVVTYVSWYGQKPEQSPKLL I YGASNRYTGVP 
:l MTGSP.S;S S : G : RVT : IC: AS ::: . Y : : WYGOKP . SPKLLIY AS. .:GVP 
0 I OMTOSPSSLSASLGDRVT I TCRASQOD I SNYLNWYQQKPGGSPKLL I YYASRLHSGVP 

\\0 ^20 ^30 -HQ ., ^50 *60 

^60 fr70 ^80 ^90 ^ 10Q 

DRFTGSGSAtDFTLT IjSSVOAEDLAbYHCGQGYSY-PYTFGGGTKLE IK . 
,RF : GSGS : TO : : LT rS ;*: : ..ED : A . Y C QG . : P TEGGGTKLE I K 
SRFSGSGSGTDYSLTfSNLEOEO I ATYFCQQGNT LPPRTFGGGTKLE IK 
*70 ^80 ^0' ;. *-100 
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